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Abstract 

Aim: Although prostate-specific antigen (PSA) is one of the best-known tumor markers used in the early diagnosis of prostate cancer, it may be insufficient in 
differentiating benign prostatic hyperplasia (BPH) from prostate cancer (PCa). In this study, in cases where the diagnostic power of PSA is insufficient, it was 
aimed to evaluate the possible diagnostic and prognostic roles of the miR-200 family (miR-200a, miR-200b, miR-200c, miR-141), which has been proven to 
be associated with cancer by many studies. 

Material and Methods: Thirty-one untreated PCa patients were included in the study as the case group and 29 untreated BPH patients as a control group. PSA 
levels of all patient samples were measured. miRNAs expression levels were determined from total RNA isolated from plasma samples by the qRT-PCR method. 
The relationship between miRNAs and clinicopathological data was evaluated using statistical tests. 

Results: The relative expression levels of the examined miRNAs, although not statistically significant, tended to decrease in the PCa group compared to the 
BPH group. The ability of miR-200 family members to differentiate PCa from BPH was found to be weaker than serum PSA, and no significant relationship was 
found between clinicopathological parameters and these miRNAs (p>0.05). 

Discussion: Regardless of serum PSA, the potential of the circulating miR-200 family members to differentiate PCa from BPH is weak. Although our findings 
are guiding for future functional studies, it is thought that further studies should be done in larger patient groups. 
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Introduction 

Prostate cancer (PCa) is the most common malignancy of the 
male reproductive system worldwide [1]. The pathogenesis 
of PCa is still not fully understood; however, it is known to 
be a multifactorial disease involving genetic predisposition, 
hormonal changes and various environmental factors [2]. 
Although the most widely used biomarker that can correlate 
with the risk and prognosis of PCa is the prostate-specific 
antigen (PSA), benign prostatic hyperplasia (BPH), prostatitis, 
or the use of certain drugs can increase the PSA level and 
cause misdiagnosis in terms of PCa [3]. Therefore, non-invasive 
markers with higher sensitivity and specificity are needed in 
the early diagnosis of PCa. Recently, circulating microRNAs 
(miRNAs) have been proposed as potential new biomarkers for 
the diagnosis and prognosis of PCa [4]. 

Circulating miRNAs are known as promising diagnostic and 
prognostic biomarkers in various cancers, including PCa, due 
to their increased stability, tissue specificity, ease of detection, 
and frequent dysregulation during tumorigenesis [5, 6]. MiRNAs 
are short RNAs of 20-24 nucleotides that play a significant 
role in almost all biological processes in mammalian species 
[3]. While miRNAs can play the role of an oncogene when they 
target tumor suppressor genes, and similarly, when they target 
oncogenes, they can play a tumor suppressor role. Therefore, 
miRNA profiling has been a powerful tool to identify predictive 
miRNA signatures associated with the early diagnosis and 
progression of various cancers [7]. 

It has been determined that the miR-200 family (consisting of 5 
miRNAs: miR-141/200a/200b/200c/429), which is a member of 
a certain microRNA family, plays a very significant role in tumor 
formation [8]. The role of miR-200 family members in cancer 
is considered mainly as tumor suppression [9]. Studies show 
that the miR-200 family plays a significant role in epithelial- 
mesenchymal transition (EMT), migration, apoptosis, tumor 
cell adhesion, and regulation of angiogenesis [9, 10]. However, 
the available data suggest that the biological functions of the 
miR-200 family may differ depending on the stage of tumor 
progression and metastasis, and the nuclear or cytoplasmic 
localization of the interacting targets [9]. 

In our study, it was aimed to reveal the power of expression 
levels of miR-200 family members in the differential diagnosis 
of PCa and BPH in cases where serum PSA was insufficient, 
and to determine their roles in the pathogenesis and severity 
of the disease. Besides, in this study, which aims to determine 
their role as a non-invasive biomarker in the development and 
progression of PCa, their relationship with clinicopathological 
parameters was also examined. 


Material and Methods 

Study design and samples collection 

The research protocol was created following the Declaration of 
Helsinki, and it was reviewed, approved and registered by the 
Ethics Committee of Siileyman Demirel University Faculty of 
Medicine (dated 29.03.2018, with the decision no. 2018/65). 
All patients were evaluated in the Urology policlinic of the 
SDU hospital. The study included 31 untreated PCa and 29 
BPH patients. All patients provided written informed consent. 
Patients with different malignancies, chronic diseases and 


inflammatory diseases other than PCa and BPH were excluded 
from the study. A healthy control group was randomly selected 
from individuals without any systemic disease and drug use. All 
medical histories of the patients were questioned and recorded. 
PCa patients were subjected to clinical evaluation to determine 
the stage of prostate cancer. The stage of PCa was evaluated 
by the tumor node metastasis (TNM) system according to the 
American Joint Committee on Cancer. PCa grading was made 
according to the Gleason score. If PSA<10 ng/mL and GS<7 
were considered as low risk, if PSA is 10-20 ng/mL and GS=7 as 
a medium risk, if PSA>20 ng/mL and GS>7 as high risk. Venous 
blood (4cc) was drawn into EDTA tubes from the patients. The 
collected blood was centrifuged for 10 minutes at 15,000 rpm 
in 1 hour in a cooled centrifuge and the plasma samples were 
stored at -80°C. The chemiluminescence immunochemical 
method (Beckman Coulter) was used to determine serum 
concentrations of total specific antigen (tPSA) and free PSA 
(fPSA). 

Selection of candidate miRNAs and primer sequences 
Candidate miRNAs, assumed to target genes associated with 
PCa, were selected using insilico tools. TargetScan Release 7.2 
(http://www.targetscan.org/vert_72/) and miRDB (http://mirdb. 
org/index.html) algorithms were used for this purpose. The 
primer sequences of the miRNAs we researched are given in 
Table 1. 

RNA isolation and cDNA synthesis 

Total miRNA was isolated using the Hybrid-RTM miRNA Isolation 
Kit (GeneAll Biotechnology, Korea) following the manufacturer’s 
instructions. miRNA samples with a sufficient quantity and 
high quality were used. Measurements of the isolated total 
miRNAs were made with the Thermo Fisher NanoDrop™ 
spectrophotometer device. Samples with an A260/280 ratio 
below 1.8 or A260/230 ratio below 2.0 were not included in 
the study. From the obtained total miRNA, using the WizScript™ 
cDNA Synthesis Kit, cDNA was obtained using the stem-loop 
primer separately for each miRNA to be studied. Reverse 
transcription was performed using SimpliAmp Thermal Cycler 
(Thermo Fisher Scientific, US). cDNA samples were stored at 
-80°C until Real-Time PCR analysis was performed. 
Quantitative PCR analysis 

The quantitation of miRNA molecules was performed using the 
StepOnePlus Real-Time PCR Detection System (Thermo Fisher 
Scientific, US). RT-PCR steps were performed according to the 
manufacturer’s instructions. The expression of the selected 
miRNAs in the blood was normalized to the expression of U6 
small nuclear RNA (RNU6B). Each experiment was performed 
at least in duplicate. 

Statistical analysis 

Statistical analysis was performed using PASW (Predictive 
Analytics SoftWare) version 19 program. Continuous variables 
were expressed as mean +SD, and the level of significance 
was defined as p<0.05. Normality test was done using the 
Kolmogorov-Smirnov test. It is compared using an independent 
sample t-test for normally distributed data and a Mann- 
Whitney U test for non-normally distributed data. Comparison 
of categorical data was made using the chi-square test. 
Specificity and sensitivity were combined in receiver operating 
characteristic (ROC) curve analysis and reported in areas under 
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the curves (AUCs). Fold change analysis between groups was __ Table 3. Plasma expression of miRNAs in patient groups 
performed using the Relative Expression Software Tool (REST 


2009, version 1, released 22). Std. Error 95%CI p value* 
Results miR-200a-3p 0.816 0.058 - 8.254 0.003 - 246.766 0.776 
Demographic data of the study subjects miR-200b-3p 0.615 0.070 - 5.034 0.014 - 82.952 0.442 
The patient’s clinical and demographic data are listed in Table miR-200c-3p 0.434 DSO 86507 DBO < BINA Ozer 
2. The mean age of the PCa patients was 68.13+7.88 years, miR-141-3p 0.737 D016 25/152, 0000" 198.602.1453: _O-7a4 
while the mean age of BPH patients was 65.48+7.61 years; BNUGE t ISIS A eh eel , 

see : ; *p<0.05, statistically significant. FC; fold change. Expression coefficients of candidate 
there was no significant difference between the studied groups miRNAs in PCa and BPH patients were calculated using the Relative Expression Software 
regarding the age (p=0.192), so the two groups were well Tool (REST 2009). 


matched in terms of age. Serum PSA levels were significantly 
higher in the PCa group (p=0.000). It was found that 38.7% of 


Bmnk20a 
| 
the patients had GS<7, 19.4% of them had GS=7, and 41.9% * — 
AUC 
of them had GS>7. According to clinical staging, T1c was ° Beokis 
determined as 3.2%, T2a was determined as 16.1%, T2b was Pf 
° 
n 5 3 
determined as 6.5%, T2c was determined as 12.9%, T3a was y 
determined as 16.1% and metastasis status was determined 
as 45.2%. 
to} 
° 
Table 1. The primer sequences of the detected miRNA | 
GenBank 0} S 
Primer sequence Accession 
Number a 
. ° 
: F 5'- CATCTTACCGGACAGTGCTGGA 
ree R 5'- CGAGGAAGAAGACGGAAGAAT Neo oee2 v9 
miR-200b-3p 4 ns ee MIMATO000318 BPH PCA 
: F 5'- CGTCTTACCCAGCAGTGTTTGG 7 : . . . 
miR-200¢-3p R 5'- CGAGGAAGAAGACGGAAGAAT ee OC OO e ly Figure 1. Box plots of miRNAs with different expression lev- 
F 5'- CATCTTCCAGTACAGTGTTGGA els in PCa and BPH patients. BPH; benign prostate hyperplasia, 
rea e3P R 5’- CGAGGAAGAAGACGGAAGAAT MIME 10000452 
PCa; prostate cancer. 
F 5’- GCTTCGGCAGCACATATACTAAAAT 
NMS R 5'- CGCTTCACGAATTTGCGTGTCAT Niue 
ROC Curve 
Table 2. Clinical and demographic data of subjects involved in 19 | a A 2 
ean ) j 1 Source of the 
the study | \4 Curve 
r ry fA miR200a 
—— miR200b 
oF f q —— miR200¢ 
4 ——miRt4t 


Reterence Line 


N 31 29 - 


Mean Age, years 68.13+7.88 65.48+7.61 0.192 g 

Mean PSA, ng/mL 34.48438.18 4.73+3.73 0.000 e 

Serum PSA, n(%) oe 
0-4 ng/mL 0 16(%55.2) 0.000 
4-10 ng/mL. 13(%41.9) 11(%37.9) 
>10 ng/mL. 18(%58.1) 2(%6.9) 7 

Gleason Score (GS) 
<7 12(%38.7) - 7 
oe 6(%19.4) - 09 02 o4 os os 19 
>7 13(%41.9) - 4 - Specificity 

Clinical Stage, n(%) 
Tic 1(%3.2) E 
ie SUPLEI) : Figure 2. The ROC curve analysis of miRNA and PSA levels to 
Wb 2(%6.5) : differentiate PCa patients from BPH. ROC: receiver operating 
is A129) : characteristic. Sensitivity, specificity (both with 95% Cl), AUC 
Ps reat : and cut-off values of normalized miRNA expressions at log2 
M 14(%45.2) 


(2-AACT) were determined by ROC analysis. 
Data are expressed as mean + SD. * p <0.05, statistically significant. PCa; prostate cancer, 
BPH; benign prostatic hyperplasia, PSA; prostate-specific antigen. T; Tumor, M; Metastasis. 
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Plasma expressions of miRNAs 

MiRNA expression was determined in plasma samples of PCa 
and BPH patients using qPCR relative to the endogenous control 
RNU6B. Values were expressed as relative median fold change 
in gene expression. Target miRNAs and RNU6B established 
reliable Ct values in plasma samples of PC and BPH patients. 
The expression of miRNAs showed a downward trend in the 
PCa group compared to the BPH group, although it was not 
statistically significant. The fold changes of miR-200a, miR- 
200b, miR-200c and miR-141 in the PCa group, compared to 
the BPH group were 0.816, 0.615, 0.434 and 0.737, respectively. 
Fold changes and expression distributions between groups are 
given in Table 3 and Figure 1. 

Relationship Between miRNA Levels and Clinical Data 

In our study, the relationship of features such as serum PSA, 
Gleason score, and clinical staging with miRNA expression 
levels was researched. There was no significant correlation 
between serum PSA and miR200a, miR200b, miR200c or 
miR141 expression levels (r=0.109, p=0.406; r=-0.24, p=0.857; 
r=-0.27, p=0.836, r=-0.58, p=0.658 respectively.). In addition, 
there was no significant difference between the Gleason score 
and clinical staging or miRNA expression levels (p=0.829, 
p=0.268, p=0.827, p=0.767, respectively). 

miRNAs and serum PSA as diagnostic markers 

ROC analyzes were performed to evaluate the value of 
circulating miRNAs as a diagnostic marker for PCa. ROC curves 
are given in Figure 2. The area under curve (AUCs) value, which 
was used to distinguish prostate cancer from the BPH group, 
was found as 0.505 for miR-200a, 0.548 for miR-200b, 0.509 
for miR-200c, 0.465 for miR-141, and 0.890 for PSA. The 
sensitivity and specificity of these miRNAs, were determined 
as 54.8% and 48.3% for miR-200a, 54.8% and 51.7% for miR- 
200b, 54.8% and 65.5% for miR-200c, 41.9% and 51.7% for 
miR-141, 87.1% and 72.4% for PSA, respectively. The power 
of miRNAs to differentiate PCa from BPH was not statistically 
significant. However, the diagnostic power, sensitivity and 
specificity values of serum PSA were significant. 


Discussion 

Prostate cancer is among the most common cancers in the 
world and the leading cause of cancer death in men. BPH, which 
is common in men, affects about 70% of men over the age of 
70 [11]. Unfortunately, BPH is often misdiagnosed, thus leading 
to invasive prostate biopsies for differential diagnosis when 
not needed [12]. Therefore, alternative non-invasive biomarkers 
have become important to help in the early diagnosis of PCa, 
as well as to differentiate patients with malignant and benign 
prostates and reduce the need for invasive biopsies [3]. miRNAs 
play an important role in tumor development due to their 
ability as regulators of tumor suppressor genes and to act as 
oncogenes [13]. With the discovery of these features, miRNAs 
have been considered ideal non-invasive biomarkers in many 
types of cancer [14]. 

This study aimed to determine the circulating miRNAs that 
differentiate PCa from BPH in the patient population with 
increased PSA levels. Besides, it was aimed to determine the 
roles of the circulating miR-200 family in the pathogenesis 
of PCa and BPH, and to evaluate their diagnostic and 


prognostic roles. In our study, the relative expression levels 
of miRNAs showed a downward trend in the PCa group 
compared to the BPH group, although it was not statistically 
significant. No significant difference was found between other 
clinicopathological parameters and miRNA expression levels. 
Besides, the ROC analysis, which evaluated the diagnostic 
powers for the differentiation of BPH and PCa, did not find 
miRNA with a higher diagnostic power than PSA was detected. 
Studies have shown that miR-200 family members are abnormally 
expressed in many human malignancies, and these miRNAs play 
a role in tumor pathogenesis during the carcinogenesis process. 
It is known that miR-200 family members are downregulated 
during the tumor progression process [15]. Additionally, the 
miR-200 family is a tumor suppressor microRNA family that 
plays critical roles in suppressing EMT [16]. 

miR-200a and miR-141 are known to inhibit migration, 
invasion, proliferation and drug resistance in various forms 
of cancer [17]. miR-141 is dysregulated in malignant tumors 
and plays an important role in tumor development and 
progression [17]. Agaoglu et al., in their study, to differentiate 
PCa patients that have metastasis from those who have locally 
advanced disease, reported that miR-141 was the strongest 
differentiator of metastatic PCa in clinical practice, supporting 
PSA testing [14]. Zhang et al. suggested that the miR-141 
expression level increased in the serum of patients with bone- 
metastatic prostate cancer and positively correlated with bone 
lesions [18]. In the study conducted by Brase et al., high levels 
of circulating miR-141 were found to be associated with high- 
risk (Gleason score=8) tumors, while low levels of miR-200a 
were found to correlate with recurrence in prostate cancer 
[19]. While Barron et al. pointed out that measuring miR-200a 
on its own in patients with prostate cancer would not have 
sufficient sensitivity and specificity to be useful for predicting 
recurrence, they stated that miR-200a could be a part of a 
panel of biomarkers with other family members [20]. Akbayir et 
al. researched miRNA expression values in order to increase the 
diagnostic power of the grey zone PSA in PCa and BPH patients, 
and they found no significant difference between the groups 
in terms of miR-141 expression [21]. In our study, compatible 
with Akbayir et al., miR-141 and miR-200a expressions were 
found to be downregulated in the cancer group, although this 
was not statistically significant (FC=0.737, p=0.754, FC=0.816, 
p=0.776, respectively). We think that this downregulation can 
facilitate cancer progression by inducing EMT, the first step 
of metastasis, similar to the study of Du et al. [22]. However, 
the weakness of miR-141 and miR-200a in differential 
diagnosis compared to serum PSA (AUC = 0.465, AUC = 0.505, 
respectively) made us think that these miRNAs could not help to 
improve the diagnostic prediction. 

miR-200b and miR-200c are important regulators of epithelial- 
mesenchymal transformation. In addition to its role in normal 
cell phenotypic transformation, miR-200b/200c is differentially 
expressed in many cancer cells. However, there are few studies 
in the literature regarding miR-200b/200c and PCa, and it is 
unclear whether they regulate PCa [23]. Zhang et al. found 
that the tumor suppressor miR200b is overexpressed in human 
prostate tumors [24]. Vrba et al. showed that miR-200c is less 
expressed in normal prostate tissues compared to cancerous 
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tissues [25]. Yu et al. found that miR-200b expression was 
significantly downregulated in PCa tissues compared to BPH 
tissue samples [8]. In our study, we found that the expression 
levels of miR-200b and miR-200c decreased in the cancer 
group, although it was not statistically significant (FC=0.615, 
p=0.442, FC=0.434, p=0.297, Our findings 
suggest that these downregulated miRNAs may play a vital 
role as a potential tumor suppressor in PCa tumor development 
and progression. However, the weakness of miR-200b and miR- 
200c in differential diagnosis compared to serum PSA (AUC = 
0.548, AUC = 0.509, respectively) showed us that these miRNAs 
cannot be independent biomarkers. 

In miRNA expression profiling studies carried out to differentiate 
prostate cancer from BPH, there may be contradictions due 
to many reasons, such as the use of different samples (such 
as tissue, plasma, urine, serum), the inclusion of populations 
of different sizes in the study, the difference in expression 
profiling methods, the selection of patients with BPH or healthy 
volunteers as a control group. Although our findings serve as 
a guide for future functional studies, they are limited due to 
their small population and the evaluation of a small number of 
miRNAs. 

As a result, plasma expression levels of the miR-200 family 
tended to decrease in the group with PCa compared to the 
group with BPH. Independently of serum PSA, these molecules 
did not have sufficient sensitivity and specificity to be useful 
for distinguishing PCa from BPH. It is thought that the 
present study should be conducted in a larger population in a 
multicenter group to evaluate the roles, potential diagnostic 
and prognostic roles of circulating miR-200 family expressions 
in carcinogenesis as non-invasive biomarkers for PCa. 


respectively). 


Acknowledgment 
This study was supported by the Agen Biotechnology Company. 


Scientific Responsibility Statement 

The authors declare that they are responsible for the article’s scientific content 
including study design, data collection, analysis and interpretation, writing, some 
of the main line, or all of the preparation and scientific review of the contents and 
approval of the final version of the article. 


Animal and human rights statement 

All procedures performed in this study were in accordance with the ethical 
standards of the institutional and/or national research committee and with 
the 1964 Helsinki declaration and its later amendments or comparable ethical 
standards. No animal or human studies were carried out by the authors for this 
article. 


Funding: This study was supported by Siileyman Demirel University Scientific 
Research Projects Coordination Unit (Project Number: TYL-2018-6723). 


Conflict of interest 
None of the authors received any type of financial support that could be considered 
potential conflict of interest regarding the manuscript or its submission. 


References 

1. Song C, Chen H, Wang T, Zhang W, Ru G, Lang J. Expression profile analysis 
of microRNAs in prostate cancer by next-generation sequencing. Prostate. 2015; 
75(5):500-16. DOI: 10.1002/pros.22936. 

2. Nwosu V, Carpten J, Trent JM, Sheridan R. Heterogeneity of genetic alterations 
in prostate cancer: evidence of the complex nature of the disease. Hum Mol 
Genet. 2001; 10(20):2313-8. DOI: 10.1093/hmg/10.20.2313. 

3. Ibrahim NH, Abdellateif MS, Kassem SH, Abd El Salam MA, El Gammal MM. 
Diagnostic significance of miR-21, miR-141, miR-18a and miR-221 as novel 
biomarkers in prostate cancer among Egyptian patients. Andrologia. 2019; 
51(10):e13384. DOI: 10.1111/and.13384. 

4. Haldrup C, Kosaka N, Ochiya T, Borre M, Hoyer S, Orntoft TF, et al. Profiling of 
circulating microRNAs for prostate cancer biomarker discovery. Drug Deliv Transl 
Res. 2014; 4(1):19-30. DOI: 10.1007/s13346-013-0169-4. 


5. Heneghan HM, Miller N, Kerin M. miRNAs as biomarkers and therapeutic 
targets in cancer. Current Opinion in Pharmacology. 2010; 10(5):543-550. DOI: 
10.1016/j.coph.2010.05.010. 

6. Wang BD, Ceniccola K, Yang Q, Andrawis R, Patel V, Ji Y, et al. Identification 
and functional validation of reciprocal microRNA-mRNA pairings in African 
American prostate cancer disparities. Clin Cancer Res. 2015; 21(21):4970-84. 
DOI: 10.1158/1078-0432. 

7. Das DK, Persaud L, Sauane M. MicroRNA-4719 and microRNA-6756-5p correlate 
with castration-resistant prostate cancer progression through interleukin-24 
regulation. Noncoding RNA. 2019; 5(1):10. DOI: 10.3390/ncrna5010010. 

8. YuJ, Lu Y, Cui D, Li E, Zhu Y, Zhao Y, et al. miR-200b suppresses cell proliferation, 
migration and enhances chemosensitivity in prostate cancer by regulating Bmi-1. 
Oncol Rep. 2014; 31(2):910-8. DOI: 10.3892/or.2013.2897. 

9. Huang GL, Sun J, Lu Y, Liu Y, Cao H, Zhang H, et al. miR-200 family and cancer: 
From a meta-analysis view. Mol Aspects Med. 2019; 70:57-71. DOI: 10.1016/j. 
mam.2019.09.005. 

10. Feng X, Wang Z, Fillmore R, Xi Y. miR-200, a new star miRNA in human cancer. 
Cancer Lett. 2014; 344(2):166-73. DOI: 10.1016/j.canlet.2013. 

11. Orsted DD, Bojesen SE. The link between benign prostatic hyperplasia and 
prostate cancer. Nat Rev Urol. 2013; 10(1):49-54. DOI: 10.1038/nrurol.2012.192. 
12. Hoffman RM, Gilliland FD, Adams-Cameron M, Hunt WC, Key CR. Prostate- 
specific antigen testing accuracy in community practice. BMC Fam Pract. 2002; 
3:19. DOI: 10.1186/1471-2296-3-19. 

13. Kent OA, Mendell JT. A small piece in the cancer puzzle: microRNAs as tumour 
suppressors and oncogenes. Oncogene. 2006; 25(46):6188-96. DOI: 10.1038/ 
sj.onc.1209913. 

14. Yaman Agaoglu F, Kovancilar M, Dizdar Y, Darendeliler E, Holdenrieder S, 
Dalay N, et al. Investigation of miR-21, miR-141, and miR-221 in the blood 
circulation of patients with prostate cancer. Tumour Biol. 2011; 32(3):583-8. DOI: 
10.1007/s13277-011-0154-9. 

15. Lee JS, Ahn YH, Won HS, Sun S, Kim YH, Ko YH. Prognostic Role of the 
MicroRNA-200 Family in Various Carcinomas: A Systematic Review and Meta- 
Analysis. Biomed Res Int. 2017; 2017:1928021. DOI: 10.1155/2017/1928021. 
16. Williams LV, Veliceasa D, Vinokour E, Volpert OV. miR-200b inhibits prostate 
cancer EMT, growth and metastasis. PLoS One. 2013; 8(12):e83991. DOI: 
10.1371/journal.pone.0083991. 

17. Gao Y, Feng B, Han S, Zhang K, Chen J, Li C, et al. The Roles of MicroRNA-141 
in Human Cancers: From Diagnosis to Treatment. Cell Physiol Biochem. 2016; 
38(2):427-48. DOI: 10.1159/000438641. 

18. Zhang HL, Qin XJ, Cao DL, Zhu Y, Yao XD, Zhang SL, et al. An elevated serum 
miR-141 level in patients with bone-metastatic prostate cancer is correlated with 
more bone lesions. Asian J Androl. 2013; 15:231-5. DOI: 10.1038/aja.2012.116. 
19. Brase JC, Johannes M, Schlomm T, Fdlth M, Haese A, Steuber T, et al. 
Circulating miRNAs are correlated with tumour progression in prostate cancer. 
Int J Cancer. 2011; 128(3):608-16. DOI: 10.1002/ijc.25376. 

20. Barron N, Keenan J, Gammell P, Martinez VG, Freeman A, Masters JR, et al. 
Biochemical relapse following radical prostatectomy and miR-200a levels in 
prostate cancer. Prostate. 2012; 72(11):1193-9. DOI: 10.1002/pros.22469. 

21. Akbayir S, Muslu N, Erden S, Bozlu M. Diagnostic value of microRNAs in 
prostate cancer patients with prostate-specific antigen (PSA) levels between 2, 
and 10 ng/mL. Turk J Urol. 2016; 42(4):247-55. DOI: 10.5152/tud.2016.52463. 
22. Du Y, Xu Y, Ding L, Yao H, Yu H, Zhou T, et al. Down-regulation of miR-141 
in gastric cancer and its involvement in cell growth. J Gastroenterol. 2009; 
44(6):556-61. DOI: 10.1007/s00535-009-0037-7. 

23. Mongroo PS, Rustgi AK. The role of the miR-200 family in epithelial- 
mesenchymal transition. Cancer Biol Ther. 2010; 10(3):219-22. DOI: 10.4161/ 
cbt.10.3.12548. 

24. Zhang Z, Lanz RB, Xiao L, Wang L, Hartig SM, Ittmann MM, et al. The 
tumour suppressive miR- 200b subfamily is an ERG target gene in human 
prostate tumours. Oncotarget. 2016; 7(25):37993-38003. DOI: 10.18632/ 
oncotarget.9366. 

25. Vrba L, Jensen TJ, Garbe JC, Heimark RL, Cress AE, Dickinson S, et al. Role 
for DNA methylation in the regulation of miR-200c and miR-141 expression in 
normal and cancer cells. PLoS One. 2010; 5(1):e8697. DOI: 10.1371/journal. 
pone.0008697. 


How to cite this article: 

Semanur Ozseven, Kuyas Hekimler Oztiirk, Alper Ozorak. The role of circulating 
mir-200 family members in differentiating prostate cancer from benign prostatic 
hyperplasia. Ann Clin Anal Med 2021;12(9):1016-1020 


1020] Annals of Clinical and Analytical Medicine 


